The genus Oleiagrimonas Fang et al. [1] has been reported from oil-polluted saline soil with a single species, Oleiagrimonas soli. O. soli 3.5X
T was reported as Gram-negative, motile and rod-shaped with aerobic, mesophilic, neutrophilic and slightly halophilic properties [1] . Additionally, it contained ubiquinone-8 (Q-8) as the predominant quinone and a DNA G+C content of 66.3 mol%. Based on its genomic properties, O. soli 3.5X
T produces extracellular polymeric substances and possibly contributes to the polluted oil bioremediation process [2] . This genus together with the genera Aquimonas, Chiayiivirga, Dokdonella, Dyella, Frateuria, Fulvimonas, 'Gynumella', Luteibacter, Metallibacterium, Mizugakiibacter, Pseudofulvimonas, Rhodanobacter, Rudaea and Tahibacter comprise the family Rhodanobacteraceae [3] within the order Xanthomonadales [4] . However, phylotypes affiliated with the genus Oleiagrimonas have rarely been found in natural environments and only two strains, namely Rhodanobacter sp. S1-37 (KU319401; 99.9 % 16S rRNA gene sequence similarity with O. soli 3.5X T ) from seawater of the East China Sea (Wu et al., unpublished data) and Xanthomonadaceae PETBA01 (JQ658406; 97.3 %) from oil-polluted mangrove soil [5] , could be retrieved from GenBank. Recently, a novel marine bacterial strain affiliated with the genus Oleiagrimonas was isolated from a tidal flat sediment and the taxonomic properties of this strain are reported here.
Strain MEBiC09124
T was isolated from a tidal flat sediment collected at Suncheon Bay, South Korea. A sediment sample was homogenized and diluted with sterilized seawater, spread onto solid marine agar 2216 (MA; BD) and incubated at 25 C for 2 days, and then individual colonies were isolated from MA dependent on morphological differences. After primary isolation and purification, strain MEBiC09124
T was cultivated at 25 C on the same medium for biochemical and physiological characterization and stored at À80 C in marine broth 2216 (MB; BD) supplemented with 20 % (v/v) glycerol. For phenotypic comparisons, O. soli 3.5X T (=KCTC 42351 T ) was purchased from KCTC (Korean Collection for Type Cultures) and grown on MA at 25 C.
Cell morphology and size were determined by transmission electron microscopy (LIBRA120; Zeiss) with fixed cells after negative staining with 2 % (w/v) phosphotungstic acid reagent at pH 7.0. Cells were rod-shaped with a polar flagellum (Fig. S1, 
Strains MEBiC09124
T and O. soli KCTC 42351 T were grown in MB for 2 days at 25 C and the cellular fatty acid profiles were determined commercially from KCCM (Korea Culture Center of Microorganisms) by using the MIDI/Hewlett Packard Microbial Identification System (MIS: [8] ) with Sherlock ver. 6.2 and TSBA6 database according to the manufacturer's instructions. The dominant fatty acids were iso-C 15 : 0 , iso-C 16 : 0 , iso-C 17 : 0 and summed feature 9 (comprising 10-methyl C 16 : 0 and/or iso-C 17 : 1 !9c) in both strains and only proportional differences in the fatty acid profiles were observed between strain MEBiC09124
T and O. soli KCTC 42351 T ( Table 2) .
Polar lipids were extracted using a chloroform/methanol system and separated by two-dimensional TLC using silica gel 60 F 254 aluminium-backed thin-layer plates (Merck) [9] . T (data from this study and from Fang et al. [1] ). +, Positive reaction; À, negative reaction. Both strains are Gram-stain-negative, positive for catalase, oxidase, gelatinase, urease, b-glucosidase, alkaline phosphatase, acid phosphatase, esterase (C4), esterase lipase (C8), leucine arylamidase, valine arylamidase, cystine arylamidase, naphthol-AS-BI phosphohydrolase, and a-glucosidase activities but negative for arginine dihydrolase, trypsin, a-galactosidase, b-galactosidase, b-glucuronidase, a-mannosidase and a-fucosidase activities. They could not produce H 2 S or indole. They reduced nitrate to nitrite, and oxidized Tween 40, dextrin, glycogen, D-fructose a-D-glucose, maltose, trehalose, methyl pyruvate, b-hydroxybutyric acid, a-ketobutyric acid, a-ketoglutaric acid, L-glutamic acid, alaninamide and Lserine. 
DNA G+C content (mol%) 66.1 67/66.3* *Data from Fang et al. [1] . †Values in parentheses are the optimum range. After development in two dimensions, each component was visualized by appropriate reagents. The detailed procedure was described by Yang et al. [10] . The predominant polar lipids of strain MEBiC09124 T were phosphatidylethanolamine, phosphatidylmonomethylethanolamine, diphosphatidylglycerol, three unidentified lipids, one unidentified aminolipid and one unidentified animophospholipid (Fig.  S2) . The major respiratory quinone of strain MEBiC09124 T was determined to be Q-8 by HPLC analysis according to Collins [11] . The DNA G+C content was 66.1 mol%, as determined by HPLC using a symmetry reversed-phase C 18 column [12] . These results were consistent with those of O. soli 3.5X
T [1] and support the affiliation of strain MEBiC09124
T to the genus Oleiagrimonas.
Antibiotic susceptibility was tested by determining the presence of an inhibition zone after installing antibiotic discs (Oxoid) on agar plates. First, 100 µl of bacterial suspension grown for 3 days at 30 C in a shaking incubator was spread on MA plates. After antibiotic discs had been installed, plates were incubated for 3 days at 30 C. Tested antibiotics were as follows: amikacin (30 µg), chloramphenicol (30 µg), tetracycline (30 µg), meropenem (10 µg), trimethoprim-sulfamethoxazole (1.25/23.75 µg), ciprofloxacin (5 µg), ofloxacin (5 ug), cefoxitin (30 µg), cefuroxime sodium (30 µg), cephalothin (30 µg), ampicillin (10 µg), amoxicillin-clavulanic acid (20/10 µg), ampicillin-sulbactam (10/10 µg) and piperacillin (100 µg). Strain MEBiC09124
T was susceptible to ciprofloxacin and piperacillin.
Extraction of genomic DNA was conducted by using a commercial DNA extraction kit (Qiagen) and the 16S rRNA gene was amplified by using the 27F and 1518R bacterial primer set [13] . The amplified 16S rRNA gene was sequenced using an ABI 3730xl automatic DNA sequencer (ABI) according to the manufacturer's instructions. Obtained sequences were assembled by using Vector NTI ver. 9.1 (Life Technologies) and compared by BLAST pairwise alignment with sequences in the EzTaxon-e database [14] . Strain MEBiC09124
T was found to be closely related to O. soli 3.5X T at 96.5 % 16S rRNA gene sequence similarity, and to all other type species at less than 91 % similarity. Phylogenetic analysis based on the almost-complete 16S rRNA gene sequence (1336 bp) of strain MEBiC09124
T with members of the Rhodanobacteraceae was conducted using MEGA ver. 5.2 [15] . The neighbour-joining [16] tree revealed that strain MEBiC09124
T formed a coherent clade with O. soli 3.5X
T and that was completely recovered in maximumlikelihood [17] and maximum-parsimony [18] trees (Fig. 1 ).
In conclusion, strain MEBiC09124
T can be classified within the genus Oleiagrimonas on the basis of phylogenetic analysis (Fig. 1) , fatty acid composition (Table 2) , quinone and polar lipid profile (Fig. S2) . However, it could be distinguished from O. soli 3.5X
T based on production of acetoin, enzyme activities of a-chymotrypsin and N-acetyl-b-glucosaminidase, and utilization pattern of some carbohydrates, organic acids and amino acids (Table 1) . On the basis of evidence from this polyphasic taxonomic study, strain MEBiC09124
T represents a novel species within the genus Oleiagrimonas, for which we propose the name Oleiagrimonas citrea sp. nov.
EMENDED DESCRIPTION OF THE GENUS OLEIAGRIMONAS FANG ET AL., 2015
The description is based on that given by Fang et al. [1] and emended as follows. Cells contain mainly branched fatty acids, with iso-C 15 : 0 , iso-C 16 : 0 , iso-C 17 : 0 and 10-methyl
Oleiagrimonas soli 3.5X T (KM400682)
Oleiagrimonas citrea MEBiC09124 T (KP691065)
Tahibacter aquaticus PYM5-11 T (AM981201) 
EMENDED DESCRIPTION OF OLEIAGRIMONAS SOLI FANG ET AL., 2015
The description remains as given by Fang et al. [1] with the following emendations. According to the API ZYM system alkaline phosphatase, esterase (C4) and esterase lipase (C8) activities are present. Oxidizes glycogen, D-fructose, a-Dglucose, maltose, a-ketobutyric acid, a-ketoglutaric acid, Lglutamic acid, alaninamide, acetic acid, L-alanine, L-alanyl glycine, L-asparagine, glycyl L-glutamic acid, L-leucine, Lornithine and L-phenylalanine.
DESCRIPTION OF OLEIAGRIMONAS CITREA SP. NOV.
Oleiagrimonas citrea (ci.tre¢a. L.fem. adj. citrea pertaining to the citrus tree).
Cells are rod-shaped, 1.4-3.6 µm in length and 0.4-0.6 µm in width. Colonies are yellow, circular, convex, opaque, butyrous with entire edges and 0.5-1 mm in diameter on MA after 2-3 days of cultivation. Growth is observed at 18-38 C (optimum 30 C), at pH 4.0-8.5 (optimum pH 7.5) and with 0-6 % (w/v) NaCl (optimum 2.5 %). Hydrolysis of starch is negative. Acetoin and urea are produced but H 2 S is not produced. Gelatinase and b-glucosidase activities are present. Arginine dihydrolase, lysine decarboxylase, ornithine decarboxylase and b-galactosidase acetivites are not detected in API20E and 20NE kits. When assayed with the API ZYM system, alkaline phosphatase, acid phosphatase, leucine arylamidase, valine arylamidase, cystine arylamidase, esterase (C4), trypsin, esterase lipase (C8), lipase (C14), naphthol-AS-BI-phosphohydrolase and a-glucosidase activities are present. Oxidizes Tween 40, dextrin, glycogen, D-fructose, a-D-glucose, maltose, trehalose, methyl pyruvate, b-hydroxybutyric acid, a-ketobutyric acid, aketoglutaric acid, a-ketovaleric acid, bromosuccinic acid, succinamic acid, alaninamide, L-glutamic acid and L-serine. Susceptible to ciprofloxacin and piperacillin. The major polar lipids are phosphatidylethanolamine, phosphatidylmonomethylethanolamine, diphosphatidylglycerol and one unidentified aminophospholipid. Small amounts of three unidentified lipids and one unidentified aminolipid are also present.
The type strain is MEBiC09124 T (=KCCM 43131 T =JCM 30904 T ), isolated from a tidal flat sediment of Suncheon Bay, South Korea. The DNA G+C content of the type strain is 66.1 mol%.
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